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Resource Information

URL: http://www.nematodes.org/nembase4/

Proper Citation: NEMBASE (RRID:SCR_006070)

Description: NEMBASE is a comprehensive Nematode Transcriptome Database including 
63 nematode species, over 600,000 ESTs and over 250,000 proteins. Nematode parasites 
are of major importance in human health and agriculture, and free-living species deliver 
essential ecosystem services. The genomics revolution has resulted in the production of 
many datasets of expressed sequence tags (ESTs) from a phylogenetically wide range of 
nematode species, but these are not easily compared. NEMBASE4 presents a single portal 
into extensively functionally annotated, EST-derived transcriptomes from over 60 species of 
nematodes, including plant and animal parasites and free-living taxa. Using the PartiGene 
suite of tools, we have assembled the publicly available ESTs for each species into a high-
quality set of putative transcripts. These transcripts have been translated to produce a 
protein sequence resource and each is annotated with functional information derived from 
comparison with well-studied nematode species such as Caenorhabditis elegans and other 
non-nematode resources. By cross-comparing the sequences within NEMBASE4, we have 
also generated a protein family assignment for each translation. The data are presented in 
an openly accessible, interactive database. An example of the utility of NEMBASE4 is that it 
can examine the uniqueness of the transcriptomes of major clades of parasitic nematodes, 
identifying lineage-restricted genes that may underpin particular parasitic phenotypes, 
possible viral pathogens of nematodes, and nematode-unique protein families that may be 
developed as drug targets.

Abbreviations: NEMBASE

Synonyms: NEMBASE4, NEMBASE4 - Nematode Transcriptome Analyses

Resource Type: service resource, data analysis service, data or information resource, 

https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_006070/resolver
http://www.nematodes.org/nembase4/


database, production service resource, analysis service resource

Defining Citation: PMID:21550347, PMID:14681449

Keywords: nematode, transcriptome, expressed sequence tag, protein, cluster, library, 
sequence, peptide prediction, functional annotation, gene family, gene, annotation, pathway, 
genome, partigene, bio.tools

Funding: Wellcome Trust ;
Hospital for Sick Children ;
BBSRC ;
MRC ;
NERC

Availability: Public

Resource Name: NEMBASE

Resource ID: SCR_006070

Alternate IDs: nlx_151476, biotools:nembase4

Alternate URLs: https://bio.tools/nembase4

Record Creation Time: 20220129T080234+0000

Record Last Update: 20250426T055830+0000

Ratings and Alerts

No rating or validation information has been found for NEMBASE.

No alerts have been found for NEMBASE.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at NIF.
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